S1.2 Phylogenetic study
The aligned ITS and TEF-1α sequences were concatenated to generate multigenes alignment phylogenetic tree. Maximum Likelihood were constructed by using CIPRES webportal online tools (Miller et al. 2010) , including 1,000 bootstrap replicates. According to the data set combining the morphological features and phylogenetic analysis, the fungus was identified as Roussoellaceae member. Fig S1. 2. Phylogenetic tree of the combined data set of two markers, RAxML (ITS and TEF-1α). The strain produced secondary metabolites in this study is marked in red. 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 24.14 25 S7. NOESY spectrum of roussoellenic acid (1).
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13
C NMR spectrum (CDCl 3 , 175 MHz) of pestabacillin B (2). Figure S14 . Proliferation assay. Graph of MTT assay after 5 days of incubation. In vitro cytotoxicity (IC 50 ) of compounds 1 was determined against HeLa (KB-3.1) (A) and mouse fibroblast L929 (B) cell lines. Epothilone B was used as the positive control while methanol was used as the negative control. glucose was used as the negative control and tetracycline (100 µg/mL) was used as the positive control.
